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tnurIgG2B PAPNLEGGPSVFIFPPNIKDVLMISLTPKVTCWVDVSEDDPDVQISWFV 

murIgG3 PPGNILGGPSVFIFPPKPKDALMISLTPKVTCVWDVSEDDPDVHVSWFV 
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Enrichment of Naive Library Pools 
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Binding Specificity of Polyvalent Phage Clones 
Selected from Naive Libraries 
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EC 5 0 for 1.1.FI-Zb Binding to Immobilized HER2 
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HER2 Competition ELISA 
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Inhibition of 1.1.FI-phage Binding to HER2 
by HER2 Monoclonal Antibodies 
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FACS Analysis of 1.1FI-Zb Binding to Cells 
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